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<213> Cryseobacterium sp . No. 9670 
<400> 1 

Leu Ala Ser Val lie Pro Asp Val Ala Thr Leu Asn Ser Leu Phe Asn 
15 10 15 



Gin lie Lys Asn 
20 



<210> 2 
<211> 20 
<212> PRT 

<213> Cryseobacterium sp . No. 9670 
<400> 2 

Ser Pro Ser Asn Ser Tyr Leu Tyr Asp Asn Asn Leu lie Asn Thr Asn 
15 10 15 



Cys Val Leu Thr 
20 



<210> 3 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 
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<2,23> 



sense primer 



<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> n = inosine 



<220> 

< 2 2 1 > mis c_f eature 

<222> (6) . . (6) 

<223> n = inosine 



<220> 

<221> misc_feature 

<222> (9) . . (9) 

<223> n = inosine 



<220> 

< 2 2 1 > mis c_f ea t ure 

<222> (15) . . (15) 

<223> n = a, c, g or t 



<400> 3 

gcnwsngtna thccngaygt 



<210> 4 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> anti-sense primer 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> n = a, c, g or t 



<220> 

<221> mi sc_f eature 

<222> (12) . . (12) 

<223> n = a, c, g or t 



<400> 4 

arnacrcart tngtrttdat 



<210> 5 



<2>11> 555 

<212> DNA 

<213> Cryseobacterium sp . No. 9670 

<400> 5 



ttggcgagtg 


taattcctga 


tgtagctaca 


ttaaattctt 


tattcaatca 


aataaagaat 


60 


cagtcttgcg 


gtacctctac 


ggcgtcctca 


ccatgcatca 


cattcagata 


tcctgtagac 


120 


ggatgttatg 


caagagccca 


taagatgaga 


caaatcttaa 


tgaacaacgg 


ctatgactgt 


180 


gaaaaacaat 


ttgtatacgg 


aaacctaaag 


gcatcaacag 


gaacttgctg 


tgtggcgtgg 


240 


agctaccacg 


ttgcaatatt 


ggtaagctat 


aaaaatgctt 


ccggagtaac 


ggaaaaaaga 


300 


attattgatc 


cttcactatt 


ttcaagcggt 


cctgtaacag 


atacagcatg 


gagaaacgct 


360 


tgcgttaaca 


cctcttgcgg 


atctgcatcc 


gtttcctctt 


atgctaatac 


tgcaggaaat 


420 


gtttattaca 


gaagtcctag 


taattcttac 


ctgtatgaca 


acaatctgat 


caataccaac 


480 


tgtgtactga 


ctaaattttc 


actgctttcc 


ggatgttctc 


cttcacctgc 


accggatgta 


540 


tccagctgtg 


gattt 










555 



<210> 6 
<211> 185 
<212> PRT 

<213> Cryseobacterium sp . No. 9670 
<400> 6 

Leu Ala Ser Val lie Pro Asp Val Ala Thr Leu Asn Ser Leu Phe Asn 
15 10 15 



Gin lie Lys Asn Gin Ser Cys Gly Thr Ser Thr Ala Ser Ser Pro Cys 
20 25 30 



lie Thr Phe Arg Tyr Pro Val Asp Gly Cys Tyr Ala Arg Ala His Lys 
35 40 45 



Met Arg Gin lie Leu Met Asn Asn Gly Tyr Asp Cys Glu Lys Gin Phe 
50 55 60 



Val Tyr Gly Asn Leu Lys Ala Ser Thr Gly Thr Cys Cys Val Ala Trp 
65 70 75 80 



Ser Tyr His Val Ala lie Leu Val Ser Tyr Lys Asn Ala Ser Gly Val 
85 90 95 
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Thr Glu Lys Arg lie 
100 



lie Asp Pro Ser Leu Phe Ser Ser 
105 



Gly Pro Val 
110 



Thr Asp Thr Ala Trp 
115 



Arg Asn Ala Cys Val Asn Thr Ser 
120 125 



Cys Gly Ser 



Ala Ser Val Ser Ser 
130 



Tyr Ala Asn Thr Ala Gly Asn Val 
135 140 



Tyr Tyr Arg 



Ser Pro Ser Asn Ser 
145 



Tyr Leu Tyr Asp Asn Asn Leu lie 
150 155 



Asn Thr Asn 
160 



Cys Val Leu Thr Lys 
165 



Phe Ser Leu Leu Ser Gly Cys Ser 
170 



Pro Ser Pro 
175 



Ala Pro Asp Val Ser 
180 



Ser Cys Gly Phe 
185 



<210> 7 

<211> 1080 

<212> DNA 

<213> Cryseobacterium sp. No. 9670 
<220> 

<221> CDS 

<222> (61) . . (1020) 

<223> 



<220> 

<221> mat_peptide 
<222> (466) . . 0 
<223> 



<400> 7 

agttaaaata accaaccaac ttaacaaaaa ctcaccatta aactacaaat tacaattatt 60 

atg aaa aat ctt ttt tta tea atg atg gec ttt gtg acc gtc tta 105 
Met Lys Asn Leu Phe Leu Ser Met Met Ala Phe Val Thr Val Leu 
-135 -130 -125 

act ttt aat tec tgt gec gat tec aac ggg aat cag gaa ate aac 150 
Thr Phe Asn Ser Cys Ala Asp Ser Asn Gly Asn Gin Glu lie Asn 
-120 -115 -110 

gga aag gaa aaa eta agt gta aat gat tct aag ctg aaa gat ttc gga 198 
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Gly Lys Glu Lys Leu Ser Val Asn Asp Ser Lys Leu Lys Asp Phe Gly 
-105 -100 -95 -90 



aag act gta ccg gta ggg ata gac gaa gaa aac gga atg ata aag gtg 246 
Lys Thr Val Pro Val Gly lie Asp Glu Glu Asn Gly Met lie Lys Val 
-85 -80 -75 



tea ttt atg tta act gcg caa ttc tat gaa att aag ccg acc aaa gaa 
Ser Phe Met Leu Thr Ala Gin Phe Tyr Glu lie Lys Pro Thr Lys Glu 
-70 -65 -60 



2 94 



aat gag cag tat ate gga atg ctt aga cag get gtt aag aat gaa tct 342 
Asn Glu Gin Tyr lie Gly Met Leu Arg Gin Ala Val Lys Asn Glu Ser 
-55 -50 -45 

cct gta cac att ttc tta aag cct aat age aat gaa ata gga aaa gtg 3 90 

Pro Val His lie Phe Leu Lys Pro Asn Ser Asn Glu lie Gly Lys Val 
-40 -35 -30 

gag tct gca agt ccg gaa gac gta aga tat ttt aaa acg ate ctg aca 438 
Glu Ser Ala Ser Pro Glu Asp Val Arg Tyr Phe Lys Thr lie Leu Thr 
-25 -20 -15 -10 

aaa gaa gta aaa ggg caa acc aat aaa ttg gcg agt gta att cct gat 4 86 

Lys Glu Val Lys Gly Gin Thr Asn Lys Leu Ala Ser Val lie Pro Asp 
-5 -11 5 

gta get aca tta aat tct tta ttc aat caa ata aag aat cag tct tgc 534 
Val Ala Thr Leu Asn Ser Leu Phe Asn Gin lie Lys Asn Gin Ser Cys 
10 15 20 

ggt acc tct acg gcg tec tea cca tgc ate aca ttc aga tat cct gta 582 
Gly Thr Ser Thr Ala Ser Ser Pro Cys lie Thr Phe Arg Tyr Pro Val 
25 30 35 

gac gga tgt tat gca aga gee cat aag atg aga caa ate tta atg aac 630 
Asp Gly Cys Tyr Ala Arg Ala His Lys Met Arg Gin lie Leu Met Asn 
40 45 50 55 

aac ggc tat gac tgt gaa aaa caa ttt gta tac gga aac eta aag gca 678 
Asn Gly Tyr Asp Cys Glu Lys Gin Phe Val Tyr Gly Asn Leu Lys Ala 
60 65 70 

tea aca gga act tgc tgt gtg gcg tgg age tac cac gtt gca ata ttg 726 
Ser Thr Gly Thr Cys Cys Val Ala Trp Ser Tyr His Val Ala lie Leu 
75 80 85 

gta age tat aaa aat get tec gga gta acg gaa aaa aga att att gat 774 
Val Ser Tyr Lys Asn Ala Ser Gly Val Thr Glu Lys Arg lie lie Asp 
90 95 100 

cct tea eta ttt tea age ggt cct gta aca gat aca gca tgg aga aac 822 
Pro Ser Leu Phe Ser Ser Gly Pro Val Thr Asp Thr Ala Trp Arg Asn 
105 110 115 
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get tgc gtt aac acc tct tgc gga tct gca tec gtt tec tct tat get 870 
Ala Cys Val Asn Thr Ser Cys Gly Ser Ala Ser Val Ser Ser Tyr Ala 
120 125 130 135 

aat act gca gga aat gtt tat tac aga agt cct agt aat tct tac ctg 918 
Asn Thr Ala Gly Asn Val Tyr Tyr Arg Ser Pro Ser Asn Ser Tyr Leu 
140 145 150 

tat gac aac aat ctg ate aat acc aac tgt gta ctg act aaa ttt tea 966 
Tyr Asp Asn Asn Leu lie Asn Thr Asn Cys Val Leu Thr Lys Phe Ser 
155 160 165 

ctg ctt tec gga tgt tct cct tea cct gca ccg gat gta tec age tgt 1014 
Leu Leu Ser Gly Cys Ser Pro Ser Pro Ala Pro Asp Val Ser Ser Cys 
170 175 180 

gga ttt taattaattg ataattttac agcacctgct catttacaga atcagcaggt 1070 
Gly Phe 
185 

gctgttatat 1080 



<210> 8 

<211> 320 

<212> PRT 

<213> Cryseobacterium sp . No. 9670 

<400> 8 

Met Lys Asn Leu Phe Leu Ser Met Met Ala Phe Val Thr Val Leu 
-135 -130 -125 



Thr Phe Asn Ser Cys Ala Asp Ser Asn Gly Asn Gin Glu lie Asn 
-120 -115 -110 



Gly Lys Glu Lys Leu Ser Val Asn Asp Ser Lys Leu Lys Asp Phe Gly 
-105 -100 -95 -90 



Lys Thr Val Pro Val Gly lie Asp Glu Glu Asn Gly Met lie Lys Val 
-85 -80 -75 



Ser Phe Met Leu Thr Ala Gin Phe Tyr Glu lie Lys Pro Thr Lys Glu 
-70 -65 -60 



Asn Glu Gin Tyr lie Gly Met Leu Arg Gin Ala Val Lys Asn Glu Ser 
-55 -50 -45 



Pro Val His lie Phe Leu Lys Pro Asn Ser Asn Glu lie Gly Lys Val 
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-40 ' -35 -30 



Glu Ser Ala Ser Pro Glu Asp Val Arg Tyr Phe Lys Thr lie Leu Thr 
-25 -20 -15 -10 



Lys Glu Val Lys Gly Gin Thr Asn Lys Leu Ala Ser Val lie Pro Asp 
-5 -11 5 



Val Ala Thr Leu Asn Ser Leu Phe Asn Gin lie Lys Asn Gin Ser Cys 
10 15 20 



Gly Thr Ser Thr Ala Ser Ser Pro Cys lie Thr Phe Arg Tyr Pro Val 
25 30 35 



Asp Gly Cys Tyr Ala Arg Ala His Lys Met Arg Gin lie Leu Met Asn 
40 45 50 55 



Asn Gly Tyr Asp Cys Glu Lys Gin Phe Val Tyr Gly Asn Leu Lys Ala 
60 65 70 



Ser Thr Gly Thr Cys Cys Val Ala Trp Ser Tyr His Val Ala lie Leu 
75 80 85 



Val Ser Tyr Lys Asn Ala Ser Gly Val Thr Glu Lys Arg lie lie Asp 
90 95 100 



Pro Ser Leu Phe Ser Ser Gly Pro Val Thr Asp Thr Ala Trp Arg Asn 
105 110 115 



Ala Cys Val Asn Thr Ser Cys Gly Ser Ala Ser Val Ser Ser Tyr Ala 
120 125 130 135 



Asn Thr Ala Gly Asn Val Tyr Tyr Arg Ser Pro Ser Asn Ser Tyr Leu 
140 145 150 



Tyr Asp Asn Asn Leu lie Asn Thr Asn Cys Val Leu Thr Lys Phe Ser 
155 160 165 



Leu Leu Ser Gly Cys Ser Pro Ser Pro Ala Pro Asp Val Ser Ser Cys 
170 175 180 
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Gly Phe 
185 



<210> 9 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sense primer 

<400> 9 

ccgaattctt ggcgagtgta attcctgatg 



<210> 10 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sense primer 

<400> 10 

cagaattcat gaaaaatctt tttttatcaa tggcc 



<210> 11 
<211> 29 
<212> DNA 




<220> 
<223> 



<213> 



Artificial Sequence 



anti -sense primer 



<400> 11 

tcgaattctt aaaatccaca gctggatac 



29 
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